Statistical analysis with Welchi's t test to evaluate the relative expression levels in the genes of interest.
Figure S1.
Statistical analysis with Welchi's t test to evaluate the relative expression levels in the genes of interest.
Gene expression data extracted from Genome Expression Omnibus (GEO) database. HA receptors (CD44, RHAMM), HA Synthases (HAS1, HAS2, and HAS3), and Hyaluronidase (HYAL1, HYAL2, HYAL3, and HYAL4) were investigated. The high value of relative expression level from Welchi's t test, the more significant difference in gene expression between normal and GBM tissue. (C) The ratio of tail-to-body for evaluation of single-celled GBM. (n=10~15 for each group; Asterisks indicate a significant difference by student's t-test, ** p < 0.01; no sing for Non-significant difference.)
